Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.006 Å; R factor = 0.044; wR factor = 0.096; data-to-parameter ratio = 15.9.
In the title molecular salt, C 19 H 18 BrClN 3 O 2 + ÁCl À , the dihedral angles between the pyrimidine ring and the chlorobenzene and bromobenzene rings are 72.4 (2) and 45.5 (2) , respectively. The dihedral angle between the chlorobenzene and bromobenzene rings is 27.5 (2) . The conformation of the molecule is stabilized by an intramolecular C-HÁ Á ÁO interaction. In the crystal, the anion and cation are linked by an N-HÁ Á ÁCl hydrogen bond. Pairs of weak C-HÁ Á ÁO and C-HÁ Á ÁCl hydrogen bonds form inversion dimers. Further N-HÁ Á ÁCl hydrogen bonds form R 2 1 (6) motifs and link the dimers into chains along [101] . BrÁ Á ÁCl short contacts [3.482 (2) Å ] interlink the hydrogen-bonded chains along the b-axis direction.
Related literature
For a study of chloride salts of dihydropyrimidine derivatives and their anti-tubercular activity, see : Venugopala, Nayak, Pillay et al. (2012) . For the crystal structures of dihydropyrimidine derivatives, see . For hydrogen-bond motifs, see: Bernstein et al. (1995) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2008 ); cell refinement: SAINT (Bruker, 2008) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and Mercury (Macrae et al., 2008) ; software used to prepare material for publication: PLATON (Spek, 2009) and PARST (Nardelli, 1995) . We have recently reported that the chloride salts of dihydropyrimidine derivatives exhibit anti-tubercular activity (Venugopala, Nayak, Pillay et al. 2012) . In continuation of our work in this field and on the crystal structures of dihydropyrimidine derivatives , we now report in this article, the crystal structure of the title compound.
The bond distances and angles in the title compound ( Fig. 1 ) agree very well with the corresponding bond distances and angles reported in a closely related compound .The dihedral angles between the planes of 4-chlorophenyl and 4-bromophenyl rings with the plane of the six-membered pyrimidine ring are 72.4 (2)° and 45.5 (2)°, respectively. The conformation of the title molecule is stabilized by intramolecular C5-H5···O2 interactions.
The crystal structure is stabilized by the N-H···Cl hydrogen bonds and further consolidated by weak C-H···O and CH···Cl hydrogen bonding interactions (Table 1 & Fig. 2 ).
In the crystal structure, Cl2 is hydrogen bonded to N2 and N3 forming six membered rings in R 2 1 (6) motif (Bernstein et al.,1995) . This Cl2 is also involved in a hydrogen bond (C18-H18···Cl2) with a molecule lying about an inversion center thus resulting in dimers. In addition, N1-H1···Cl2 interactions link the dimers into chains in the (1 0 1) direction. C15-H15···O2 interactions also result in macrocyclic rings about inversion centers resulting in dimers. Finally, a Br1···Cl1 * short contact (3.482 (2) Å, symmetry code * : x -1/2, -y + 1/2, z + 1/2) interlinks the hydrogen bonded chains along the b axis.
A mixture of methyl-2-chloro-4-(4-chlorophenyl)-6-methyl-1,4-dihydropyrimidine-5-carboxylate (1 mmol) and 4-bromoaniline (1 mmol) in 2-propanol (5 mL) was refluxed for 16 h. The reaction was monitored by TLC. The reaction medium was cooled to room temperature and the product was filtered, washed with cold 2-propanol and dried to obtain the crude product. The product was purified by recrystallization using ethanol to yield 66% yield of product which was pale yellow amorphous solid (m.p. 500 (2) K). Crystals suitable for single-crystal X-ray analysis were obtained using acetone as a solvent using slow evaporation at room temperature.
Refinement
All H atoms were positioned geometrically with N-H = 0.88 Å, C-H = 0.95-1.00 Å and refined using a riding model with U iso (H) = 1.2 U eq (C/N)except for the methyl group where U iso (H) = 1.5 U eq (C). 
Computing details
Data collection: APEX2 (Bruker, 2008 ); cell refinement: SAINT (Bruker, 2008) ; data reduction: SAINT (Bruker, 2008 (Farrugia, 2012) and Mercury (Macrae et al., 2008) ; software used to prepare material for publication: PLATON (Spek, 2009) and PARST (Nardelli, 1995) .
Figure 1
A view of the title compound with the atom numbering scheme and displacement ellipsoids for non-H atoms drawn at the 50% probability level. The intramolecular interactions are shown as dashed lines. 
